. PILS6 gene structure and pils6-1 and pils6-2 mutant characterization A PILS6 gene structure with the approximate position of pils6-1 and pils6-2 T-DNA insertions, and qRT-PCR primers.
B qRT-PCR showing no detectable PILS6 expression in pils6-1 and pils6-2 mutants, respectively. ACTIN2 gene was used for normalization. and cotyledons (C) of several PILS6 OE lines (A, B) and in the PILS6::PILS6-GFP (D). Note that line 8, which shows uniform distribution of PILS6-GFP, is used throughout the study. PILS6-GFP fluorescence in the PILS6::PILS6-GFP roots (D, right image) is shown in comparison to auto fluorescence of the wild type control imaged with identical settings (D, left image). E PILS6::PILS6-GFP complements the root length phenotype of pils6-1.
F PILS6 has no effect on auxin insensitive mDII-VENUS control. Confocal images and quantification of mDII-VENUS show similar fluorescence intensity in the PILS6 OE and wild type. G Confocal images of R2D2 (R2 in red, D2 in green) show that D2 degradation is enhanced in the pils6-1 mutant when compared to the wild type. n = 36 (E) and 8 (F) roots. ns: not significant; ***p < 0.001, one-way ANOVA (E); Student's t-test (F). The white dashed boxes represent defined ROIs in the most representative regions of the root, used to quantify the respective signal intensities. n = 7 (C, H, I), 9 (D), 9,11 (E), 7,9 (F) , 10 (G), 8 (J), and 9,10 (K) roots. ns: not significant; *p = 0.01-0.05, **p = 0.001-0.01, ***p < 0.001, Student's t-test. ns: not significant; *p = 0.01-0.05, **p = 0.001-0.01, ***p < 0.001, one-way ANOVA 7 
